Key indicators: single-crystal X-ray study; T = 150 K; mean (C-C) = 0.004 Å; R factor = 0.032; wR factor = 0.100; data-to-parameter ratio = 15.4.
In the title molecule, C 17 H 11 BrN 2 , the planes of the anthracene ring system [maximum deviation from the mean plane = 0.036 (3) Å ] and the imidazole ring form a dihedral angle of 85.14 (14) . In the crystal, weak C-HÁ Á ÁN and C-HÁ Á ÁBr hydrogen bonds link the molecules into double chains propagating along [011] . In addition,stacking interactions between pairs of benzene rings are observed, with centroidcentroid distances of 3.7968 (17) and 3.8496 (16) Å .
Related literature
For the preparation of the title compound, see: Lee et al. (2011) . For the structure of a related compound, see: Boyer et al. (1993) . Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Symmetry codes: (i) Àx þ 1; Ày þ 2; Àz þ 1; (ii) Àx þ 1; Ày þ 1; Àz þ 2.
Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: SHELXTL.
Figure 1
The molecular structure of the title compound, showing 50% probability displacement ellipsoids for the non-hydrogen atoms. The H atoms are dipicted by circles of an arbitrary radius.
Figure 2
A view of a double chain displaying the hydrogen bonds as dashed lines. The viewing direction is along [1,1,1]. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
1-(10-Bromoanthracen-9-yl)-1H-imidazole
R int = 0.017 θ max = 27.0°, θ min = 2.2°h = −10→10 k = −6→11 l = −12→12 Refinement Refinement on F 2 Least-squares matrix: full R[F 2 > 2σ(F 2 )] = 0.032 wR(F 2 ) = 0.100 S = 1.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )

